Mass action kinetics of virus-cell aggregation and fusion  by Bentz, J. et al.
MASS ACTION KINETICS OF VIRUS-CELL AGGREGATION
AND FUSION
JOE BENTZ,* SHLOMO NIR,I AND DAVID G. COVELL1
*Departments ofPharmacy and Pharmaceutical Chemistry, School ofPharmacy, University of
California, San Francisco, California 94143; *Seagram Centrefor Soil and Water Science, Faculty of
Agriculture, Hebrew University, Rehovot 76-100, Israel; and Laboratory ofMathematical Biology,
National Cancer Institute, Bethesda, Maryland 20892
ABSTRACT A simple approximate solution for the mass action kinetics of small particles (viruses or vesicles) binding to
large particles (cells) and their subsequent fusion has been derived. The solution is evaluated in terms of the measurable
fluorescence changes expected when the virus or vesicles are labeled with fluorescent probes, which are diluted into the
cellular membrane by fusion. Comparison with numerical integrations shows that the approximate solution is extremely
accurate. Analytic simplifications for a variety of special cases of this general problem are also shown.
INTRODUCTION
The adhesion of vesicles and virions to cells, and the
subsequent fusion between the membranes, has been stud-
ied from many perspectives (White et al., 1983; Redmond
et al., 1984; Citovsky et al., 1985; Doxsey et al., 1985; van
Meer et al., 1985; Stegmann et al., 1985, 1986, 1987a-c;
Hoekstra et al., 1985; Hoekstra and Klappe, 1986; Rich-
man et al., 1986). Much of the recent work has involved
kinetic analyses, aimed at obtaining the rate constants for
the aggregation and/or fusion steps (Kuroda et al., 1985;
Nir et al., 1986a-c; Tsao and Huang, 1986; Blumenthal et
al., 1987). Quantitative studies, such as these, are neces-
sary to elucidate the molecular mechanisms of close appo-
sition between membranes and their subsequent fusion
(Blumenthal, 1987; Bentz and Ellens, 1988; Bentz et al.,
1988).
Standard kinetic equations describing the vesicle-cell
aggregation and fusion reactions are typically difficult to
solve, often involving 104 coupled nonlinear equations. To
facilitate the usage of the kinetic analysis, we have devel-
oped a simple solution for one class of these problems,
which includes virus aggregation and fusion with cells, as
well as particle-macrophage interactions. Specifically, we
have treated the problem of small particles binding and
fusing with a larger particle. Our first focus is the case
where the binding/fusion sites on the larger particle's
surface are identical and independent of the neighboring
sites. In this limit, the kinetics are comparable to the
situation where all sites are homogeneously distributed
within the reaction volume. By inclusion of the fusion step,
this work extends the treatments given by Yassky (1962),
Gani (1965, 1967), Perelson (1985), and Brendel and
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Perelson (1987) for the aggregation of small and large
particles. In addition, we have coupled these kinetics to
specific fluorometric assays commonly in use for virus-cell
fusion and developed a very simple formula for the time
course of fluorescence intensity changes.
We have also considered the case where the binding sites
are not independent, i.e., virus bound to a site shields an
adjacent binding site. This reduces the higher order aggre-
gation rate constants. The effect of this shielding can be
measured and minimized simply by increasing the concen-
tration of cells, i.e., increasing the number of vacant
binding sites so that near neighbor interactions become
unlikely. On the other hand, when fusion is rate limited by
irreversible aggregation, we have found nearly analytical
solutions for fluorescence intensity and the concentration
of each of the fusion products. These solutions are given in
terms of an effective time parameter, which is evaluated by
a single-numerical integration. This case subsumes that of
irreversible binding of small to large particles.
Several approximate solutions are presented for limiting
cases and their accuracy is estimated from numerical
calculations. The reliability of the approximate solutions
implies that one may use the homogeneous approximation
whenever the binding sites are independent. Furthermore,
although it is known that virus-cell adhesion can be
reversible (Hoekstra and Klappe, 1986), our results indi-
cate that this reversibility can be measured reliably only by
preincubation of the system under nonfusogenic conditions
(e.g., low temperature) followed by a jump to the fusogenic
condition (e.g., 370C). The simplest equations for ana-
lyzing fusion after preincubation are described.
Finally, we have examined the kinetics of dimerization
for two different particles. The aggregation and fusion of
the mixed or asymmetric pair (A + B - AB - fusion
product) is described under the condition that neither of
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the pure pairs (A + A or B + B) can aggregate. These
solutions will simplify the study of fusion between asym-
metric vesicles, i.e., where the apposed membranes are
quite different (Bentz et al., 1987; Stamatatos et al.,
1988).
II. Mass Action Model and the General
Kinetic Equations
In this section, we show the mass action reactions which
govern virus-cell aggregation and fusion, as well as the
kinetic equations which determine the evolution of the
system over time. The molar concentration of cells with i
virions adhering and j fused virions is denoted [AFij]. The
following reactions determine the concentration of this
species:
cl
V + AFi; . s AFj+,j
D-j
AF, fi+,'- l Alp
V + AFI-.,j - AF,j- - (II.1)
These reactions generate the following kinetic equations
for the change in [AFijI and the free virus concentration
[V] in time:
d [AF,j]Idt-X4FV - C,j[V[AFij + Dij [AF,+ ,]
+ f+Ij- I [AFj+ Ij_- I
+ C..1, [ V][AFi-1,j -(Di_ ,,j + fy) [AFj1J (11.2)
d[V] NF-1 Ns-i-J
dt ,Z Z {_Cj [V][AFj] + Dj [AF,+1]4, (11.3)
where NF and NB denote the total number of fusion sites
and binding sites on the cell, respectively.
It has been found for Sendai virus that the maximum
number of virus particles which can bind to an erythrocyte
ghost exceeds the maximum number which can subse-
quently fuse with the ghost membrane (Nir et al., 1986b).
It is not yet known whether the extent of fusion is limited
by some threshold density of virial fusion proteins in the
target membrane (due to fusion) which prohibits further
fusion or whether only some of the binding sites are
capable of supporting fusion. In any event, we will let NF
denote the maximum number of virions which can fuse
with the cell. We assume that the fusion sites are a subset
of the binding sites, i.e., the fusion event eliminates that
binding site. It is obvious then that [AF1j] = 0 if either j >
NF or i + j > NB. We note that if NB > NF, i.e., not all of
the binding sites are fusion sites, then Eq. 11.3 has the first
summation (over j) from 0 to NF, rather than NF - 1.
We will first consider one simple model which assumes
that the binding and fusion sites are identical and indepen-
dent. This implies that the rate at which free virus binds to
the cell is strictly proportional to the number of remaining
empty sites. Furthermore, the rate at which bound virus
particles either fuse with or dissociate from the membrane
is strictly proportional to the number of bound particles.
Thus,
NB - c-INB
D,j= (i + 1)D
f= if, (11.4)
where C- COO, D - Doo, and f ifo, i.e., the rate
constants for a cell with no competing bound or fused virus.
In Section VI and Appendix D, we will treat the case of
interacting binding sites, i.e., where they are not indepen-
dent, under the condition that aggregation is rate limiting.
With this prescription of the rate constants, the kinetic
equations are identical with those previously used by Nir et
al. (1986b). The total concentration of cells, denoted G0,
and of virus particles, denoted VO, satisfy the conservation
relations
NF N8-J
Go= Z E [AFij]
o-0 i-O
NF No-i
Vo = IV] + - (i + j)[AF0].j_o 1-0
Fig. I shows a sample calculation. Panel A gives the
fraction of free cells, i.e., with no bound or fused virions
([AFOO]/GO in our notation), the fraction of free virus
([V]/VO in our notation), and the expected change in
fluorescence intensity due to viral-cell fusion using a lipid
1.0 A FIGURE 1 Exact values for the
distribution of cells and virions
during aggregation and fusion.
O \ For these calculations the follow-
0 \ / ' ing parameter values were used:
0.5 _ \ /Fso FluoresconceO \ %/fraction ofmax)a Vo - 5 x 10-'3 M, Go - 1 x10-'3M, NF- 10, C -2 x 10+9
IL \ /\ Free Vous M-' s-',f- 10 s', and D -
(fraction of total) 10-5 s-'. The numerical solu-
0.00 . tions shown in Figs. 1-3 were
TIME (minutos) obtained using the differential
equation solver DGEAR (IMSL
0.1 -B Library, Houston, Texas) which
. |5/ was run on a VAX 11/780 at the
_j | / Laboratory of Mathematical Bi-
ology. The differential equation
° 0.06 solver was imbedded in a general
0O * 1_N g 2 purpose simulation/plotting
package written in VAX77 For-
tran standard. Panel A shows the
fraction of free cells, i.e., with no
0.0 100 2
__ bound or fused virions ([AFOO/
TIME (minutes) GO), free virus ([V]/V0), and the
fluorescence due to fusion, from
Eqs. (II.2-4) and (111. 1-3). Panel B shows the fraction of cells with only
fused virions, and none bound, i.e., [AFOJ]/Go, where the number of fused
virions, j, is shown beside each curve.
(11.5)
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mixing assay, as described in Section III. Panel B shows
how some of the individual components of the cell distribu-
tion function behave. Here we have plotted the fraction of
cells with j-fused virions and no other bound virions, i.e.,
[AFOjJIGO in our notation, where the value of j is given
beside each curve. What is obvious is that each species has
its own time period of existance.
When there is no fusion, i.e.,fj = 0 and the concentra-
tion [AFjIJ = 0 when j > 0, and the virus is binding to the
identical and independent sites on the cell, then simple
solutions for Eqs. (11.2 and 3) can be obtained (Perelson,
1985). Let [Aj] = [AF1o], since these are the only species
with nonzero concentrations, and assume that there is no
virus bound initially (i.e., [V(t = 0)] = V0). Then these
solutions are,
[A,] (N3\ Tf(1 - T)N3v
[V] [VI] qp
vo Vo exp fq'r}_P (11.6)
where,
T=
- [/VO Vo- [V
1 + a NGo
(NB\ NB!
i / i!(NB- W
VO =
-q (a + KD)IV0 2
q = {(a + KD)2 + 4KDI'/
2 + a + KD - q
2 + a + KD + q
CV0t
NB
NBGO3 0
- 1
vo
KD = NBD (II.7)
CVo
T is the fraction of sites on the cell which are bound by
virions and [V] is the equilibrium concentration of free
virus.
It should be noted that the kinetics of virus binding here
is precisely the same as if the sites were distributed
homogeneously in the system (Tanford, 1961), i.e., the
equivalent reaction is,
c,
V + S VS, (II.8)
D
when S0 - total molar concentration of cellular sites =
NBGO and C' = C/NB. The rate of particle approach to each
site is identical, whether it is on a cell surface or homoge-
neously distributed in the reaction volume. The scaling by
the number of binding sites on the cell arises solely to
transform C from the units of (molar concentration of
cells)-' to C' in the units of (molar concentration of
sites)-'.
In Appendix D, we show that the general case of
arbitrary higher order aggregation rate constants can be
dramatically simplified when the aggregation is irrevers-
ible. This case subsumes that of irreversible aggregation
rate-limiting fusion.
III. Fluorescence Assays for Fusion
Fluorometric assays can independently monitor the mixing
of the membrane components and the encapsulated aque-
ous contents, and are uniquely suited to follow the rapid
kinetics of virus-cell fusion because of their sensitivity.
Here, we shall primarily consider lipid mixing assays (e.g.,
Struck et al., 1981; Hoekstra et al., 1984; Silvius et al.,
1987), which have been used extensively in virus-cell and
liposome-cell fusion studies (Citovsky et al., 1985; Steg-
mann et al., 1985, 1986, 1987a-c; Hoekstra et al., 1984,
1985; Hoekstra and Klappe, 1986; Nir et al., 1986a-c;
Blumenthal et al., 1987; Stamatatos et al., 1988).
Diizguine* and Bentz (1988) have recently reviewed the
fluorometric fusion assays and the methodology of their
usage. Extension of our treatment to the more rigorous
aqueous contents assays is straightforward.
The details of calibrating the fluorescence assays are
given in Appendix C. We assume that the quantum
efficiency of the fluorophore does not change due to
virus-cell binding. Only dilution of the probes after fusion
changes the fluorescence intensity, due to changes in
Forster energy transfer. In this case, the important variable
is the concentration of cells with j-fused virions, regardless
of the number of bound virions. Thus, we define
NB-J
Fj(t)= E [AF,,].
.-o
(III.1)
The upper bound of the summation accounts for the fact
that, for Fj(t),j of the binding sites have fused.
If io denotes the absolute fluorescence intensity initially
(before fusion), if denotes the final absolute intensity (e.g.,
after membrane solubilization with detergent) and i(t)
denotes the absolute intensity at time t due to fusion, then
the relative fluorescence intensity is
i(t)-_io I~ NFI(t) ) Vl jBjFj(t),if- 10 vO i_X (111.2)
where Bj is the fluorescence per fluorophore after the
fusion of j virions with the cell, relative to its maximal
fluorescence.
The complete definition of Bj is given by Eq. (C.7). In
the limit of infinite dilution of the probe into the cell
membrane, Bj = l and I(t) = the average number of fused
virions per cell. Typically, Bj < 1 since there will be some
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Forster energy transfer after fusion. The important param-
eter is Do = {surface area of the cell (SG)/surface area of
the virus (Sj)I. When Do = SG/SV is large, then the
quenching of the fluorophore in the cell membrane after
fusion is a linear function of acceptor surface density and
1
Bj = 1 + jD (III.3)
We will use this form for Bj in the subsequent calculations,
because it conforms to the experimental configurations
which we treat.
IV. Exact Solutions: Irreversible,
Aggregation Rate-Limiting Fusion
In general, there is no closed form solution to the kinetic
Eqs. (II.2) and (II.3), even with the simplifying assump-
tions on the structure of the higher order rate constants,
Eq. (II.4). However, we will first consider the case of
irreversible, aggregation rate-limiting fusion kinetics,
where there is an exact solution. In Section V, we will use
this solution to obtain accurate and simple approximate
solutions for the general problem. For the remainder of this
work, we will assume that all of the binding sites and the
virions are fusogenic, i.e., NF = NB.
A. The Kinetics Equations. When the aggrega-
tion is irreversible (Dij = 0) and the overall fusion reaction
is rate limited by the aggregation step (f»>> C,j [AFij ]),
only the cell fusion products AFoj have nonzero concentra-
tions. Thus, we can simplify the notation by writing [Fj] =
[AFoj]. When there are no virions initially bound or fused,
i.e., [V(t = 0)] = VO, we can solve Eq. (IV.2) immediately
using the previously derived solution to the binding prob-
lem, Eq. (11.6), by setting D = 0. Thus,
[V] a
VO (a+1) exp {ar}-1
where
1 - [fl/V0T- I 1
a+ I
exp aTn - 1 a-0 T
(1 + a) exp {aT}-1 1 + T (IV.5)
T(r) is now the fraction of sites which have fused with a
virion. Clearly, T(O) = 0 and
limT=1+aNFG a
macO
(IV.6)
B. Expected Fluorescence Intensities. From
these solutions, we can develop a very simple analytical
solution to the expected fluorescence intensity when the
acceptor molecules are sufficiently dilute to use the linear
dequenching function in Section III. We note first that
under the assumption of aggregation-rate-limiting fusion,
Fj(t) = [Fj], see Eq. (III.1). Thus, Eqs. (11I.2 and 3) and
Eq. (IV.4) yield
I(t) =G (NF) Ti(I - T)NF-i lJ.1() L... 1 +j/D0 (IV.7)
This equation is exact and not difficult to evaluate,
provided that NF is not too large. However, with some mild
assumptions we can resolve it to a very simple closed form
expression.
When the target membrane is large relative to the viral
membrane, i.e., Do = SG/SV - oo, then we obtain
I(t) I I( Tj(I - T)NFJj
Voji- \i
(IV.1)
where a = (NF GO/ VO) - 1 and T = CVot/NF, as defined in
Eq. (II.7) when NF = NB. It is useful to note that
aT = ( - NVOG) CGot (IV.2)
so that in the limit of a large excess of cell fusion sites, i.e.,
NF GO > VO, we obtain (Nir et al., 1986b)
[V] NF--co exp {-CGOtI. (IV.3)V0
=
GO NFTVo (IV.8)
i.e., I(t) simply equals the fraction of fused virus. We note
that a fluorescence assay for contents mixing, corrected for
any leakage during fusion, would usually follow Eq. (IV.8)
(Duizguine and Bentz, 1988).
A more rigorous result for the case of finite dilution
factors is derived in Appendix B using an asymptotic
expansion of Eq. (IV.7). When NF >> 1 and NF/DO < 1,
then
Now the solutions for the cell fusion products can be
obtained using the solutions given by Perelson (1985), in
that irreversible aggregation becomes irreversible aggrega-
tion-rate-limited fusion. Thus, from Eq. (11.6) with NB =
NF and D = 0,
[F] ( TJ(I - T)NF)J (IV.4)
i(t)CGo NFT
Vo 1 +NFT/DO + (Do+ NFT)'" (IV.9)
This expression is extremely accurate, as will be shown in
Table I below. The derivation of this expression is not
simple, however we can illustrate its origin in the following
way. It is easy to show that the average number of fused
virions per cell is (J) = NFT, thus if all of the cells were
fused to this average extent, then the relative fluorescence
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intensity from Eq. (III.2) would be
Go (J)
avg Vo 1 + (J)/DO
Go NFT
VoI+NFT/Do0
and
(IV.10)
which is nearly the same as Eq. (IV.9). Eq. (IV.10) is also
the expected fluorescence we would obtain by solving the
homogeneous system V + S -A F, i.e., where the fusion
sites are assumed to be homogeneously distributed in the
system.
V. Approximate Solutions
We can now treat the general case where both aggregation
reversibility and the fusion rate constant affect the overall
fusion kinetics. In Section II, we saw that there was a close
homology between the virus-cell adhesion problem and the
case of homogeneously distributed binding sites. The same
homology holds for the case of fusion. Here the homoge-
neous mass action reaction is
C'
V+S - SV----- F, (V.1)
DP
where S denotes the binding/fusion site and the primes on
the rate constants mean that they refer to the homogeneous
case. By our previous assumptions, we note that C' =
C/NF, D' = D andf' =f, since both the fusion reaction and
the dissociation step are properties of the binding/fusion
site, per se. Here the initial concentration of sites So =
[S(t = 0)] = NFGO. In Appendix A, we show that the
kinetics of this reaction are adequately approximated by
V]= -(a + 1)T(i)V0
[s]o I (K, T (T)
so
where
T(i) = exp {a r-I(1 + a) exp {a-il - 1
,=1 +
-= C Vot
K = f/(C VO)
C = C'/(1 + D/f) = C/(NF (1 + D/f))
f=f(I + D/f)
a = (SO/VO)- 1 = (NFGo/Vo)- 1. (V.5)
9r is a distribution function, i.e., 9I(K, T) < 1, 9I(K, 0) =
0 and, 9 (K, oo) = 1, which gives the fraction of the
attached virus which has fused. When aggregation is rate
limiting, K is large (>100) and 9r I 1. When fusion is rate
limiting, K is small (<1) and I << 1.
Using the approach developed in Bentz et al.
(1983, 1985), we will apply this result directly to the
general system and approximate the expected relative
fluorescence intensity from Eq. (IV.9) by
Go ~NFT
V0 1 + NFT/DO + (Do + NFT)-' ,(K, (V.6)
Eq. (V.6) is a hybrid. The part excluding 9l is the (nearly)
exact fluorescence intensity expected for virions fusing
with cells under irreversible aggregation rate-limiting con-
ditions. 9l is a good approximation for the fraction of
attached virions which have in fact fused, for the homoge-
neous model. Simply multiplying the two functions
z
cnG
LL
m
cc
(.3
-iU-
z0
cl,
U-
(V.2)
uLJ
z
uLJ
C.)cn
w
(V.3) 0
-iU.
z0
exp {f-kT[(aexp{aiI)2- (i - a)(exp{ail - 1)2] - a2exp {axl
(k-a)(exp{aTI- 1)((1 +a)exp{aTI- 1)
1.0o
0.5
0.0
-A
NF'1
- ZNF=5
NF=2
...... ..
,I ,I100 200 300 400 500
TIME (minutes)
1.0r B
0.51
f=10-1 -
f=/1OA --f-lO
D 100 200 300 400 500
TIME (minutes)
o-
0.0
(V.4)
when a = 0
exp {-Ksi[1 - kTj2] - 15r, = I + K'T (I + Tr)
or, when K = a,
1 - exp 1-aTu [(exp la}l-1)2 + -(a exp fa-r)2]
(exp {arl- 1) ((1 + a) exp {as}-1)
uJ
z
tr
0
-JU-
z0
U.
2L
FIGURE 2 Comparison of ap-
proximate solution (dashed line,
Eq. V.6) and the exact solution
(solid line), for the fluorescence
intensity due to virus-cell fusion.
Unspecified parameters are the
same as in Fig. 1. Panel A shows
the effect of varying the number
of binding sites per cell, NF - 2,
5, and 10, whenf - 10-3s -and
D - 0. In these cases, K - 2-10.
Panel B shows the effect of vary-
ing the fusion rate constant,f -
10-', 10-4, and 10- s-', when
D-O and NF - 10. In these
cases, K - 10-' to IO". Panel C
shows the effect of varying the
dissociation rate constant, D - 0,
10-, 0lo-2and 10-'s-', whenf-
10-3 s-' and NF - 10. In these
cases, K - 10 to 10"'.
TIME (minutes)
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together presumes that the homogeneous model gives a
good estimate for the fraction of adhered virus which have
fused for the cell model. The error in this premise is that it
assumes that each species has the same fraction of fused-
to-bound virions. In Fig. 1 B, we see how the fraction of
fused virions for each species has its own time scale, which
makes the assumption rigorously impossible. Nevertheless,
the accuracy of the approximation, relative to the exact
numerical integrations, shows that the average error (over
the whole distribution) is typically negligible for the nor-
mal parameter ranges.
Fig. 2 shows the accuracy of Eq. (V.6) (dotted lines)
relative to exact numerical integrations (solid lines) of the
mass action equations. Panel A shows the effect of varying
the number of fusion sites from 2 to 10. The approximate
solution is quite good, even when NF = 2. Panel B shows
the effect of varying the fusion rate constant f, ranging
from aggregation rate limiting, f = 0.1 s-', where the
approximate solution is nearly exact, to strongly fusion rate
limiting (f= 10- s-1 and K = 0.1), where the approxi-
mate solution is still in excellent agreement with the exact
calculations. In these cases D = 0, so that f =fand K = K.
Finally, Panel C shows the effect of varying the dissocia-
tion rate constant D, ranging from irreversible aggregation
to extremely reversible aggregation. A major factor in
aligning the exact and approximate solutions is that
increasing the value of D has the effect of making the
fusion more aggregation rate limiting and improving the
accuracy of the approximate solution.
It is clear from Fig. 2 that the approximation is quite
accurate, even under adverse parameter values, such as
strongly fusion rate-limiting kinetics (Fig. 2 B) or revers-
ible aggregation (Fig. 2 C). We have found the combina-
tion of these two conditions will cause the approximate
formula to deviate significantly from the exact solution, as
shown in Fig. 3. The use of higher order approximations for
5 (Eq. [A. 11] in Appendix A) does not significantly
improve the fit. On the other hand, if we treat the exact
curves as data (with random error added), and fit them
using Eq. (V.6), we obtain estimates for C and f which are
not significantly different from the correct values
0 200 400 600 800 w000
TIME (minutes)
FIGURE 3 Comparison of approximate (dashed line) and exact (solid
line) solutions when aggregation is reversible (D/f - 0.1) and the kinetics
are strongly fusion rate limited (K - 0.242 when NF - 2 and K - 1.21
when NF - 10). Unspecified parameters are the same as in Fig. 1.
(C.V. = 30%). The quality of parameter estimates, how-
ever, will depend on the interval over which samples are
taken as well as the sampling frequency.
Table I shows calculated and approximate values for the
fluorescence intensity for large values of NF. It is evident
that the approximate solution is quite accurate when NF is
large. It must be noted that the usage of I as shown in Eq.
(V.6) is a compromise between brevity and accuracy. For
the parameters of the known virial fusion systems, this
choice is adequate. For more extreme systems, the higher
order approximations may be useful. However, when the
aggregation kinetics are reversible and the overall reaction
is rate limited by the fusion step, then accurate simulations
cannot be obtained from Eq. (V.6).
DISCUSSION
The derivation of Eq. (V.6) for the fluorescence intensity
due to virus-cell fusion has depended upon several assump-
tions. When aggregation is irreversible and rate limiting,
i.e., D/f<< 1 and K = NFf/CVo >> 1, then the approximate
TABLE I
CALCULATED FLUORESCENCE INTENSITIES.
COMPARISON OF NUMERICAL INTEGRATION OF MASS
ACTION KINETIC EQUATIONS, EQS. (11.2-4), WITH THE
APPROXIMATE SOLUTION, EQ. (V.6)*
Case 1 t (min) % Fluorescence Intensity, I(t) x 100f(s'1) -0.01 0.0001
NF - 100 Exact Eq. (V.6) Exact Eq. (V.6)
D(s'1) - 0 2 1.6 1.6 0.02 0.02
D -500 5 6.2 6.2 0.14 0.14
10 14.1 14.2 0.5 0.53
30 38.0 37.9 3.8 4.0
60 58.8 58.8 11.8 12.4
Case 2 D(s-')= 0.1 0.2
NF - 100 Exact Eq. (V.6) Exact Eq. (V.6)
f(s-') - 0.08 1 0.8 0.8 0.5 0.5
D -500 5 4.0 4.0 2.6 2.6
15 11.5 11.5 7.7 7.7
30 21.2 21.2 14.5 14.5
45 29.4 29.4 20.6 20.6
Case 3 D(s-')-0 0.005
NF - 20 Exact Eq. (V.6) Exact Eq. (V.6)
f(s') - 0.001 10 3.9 4.2 2.0 2.2
D- 100 30 17.6 19.2 6.8 7.4
60 31.0 32.5 12.5 13.5
240 43.4 43.2 30.0 31.0
360 43.8 43.6 35.0 35.7
*The following parameters were fixed: C - 1.1 x 10'MU s', G. - 2.9 x
10-" M and V. - 1.1 x 10-X' M. These values are typical for many
experimental cases and provide wide ranges for the variables a, T and K.
Eqs. (III.2 and 3) were used to calculate fluorescence intensities. For the
approximate solution, Eq. (V.6) is used. Numerical integration of Eqs.
(II.2 and 3) was performed using a Taylor series expansion, as explained
in detail in Nir et al. (1986a, b).
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equation is essentially exact since the only approximation is
the extremely accurate closed form expression (Eq. (V.6]
or [B.13]) for the exact summation, Eq. (IV.7). As the
fusion step becomes rate limiting, i.e., K - 1, then Eq.
(V.6) becomes worse because we simply multiplied the
expected fluorescence under aggregation rate-limiting
kinetics, where all attached virus has fused, by the distribu-
tion function Sl, which is the fraction of attached virus
which has fused for the homogeneous case. As the fusion
step becomes rate limiting, the heterogeneity of the fused
cell products becomes more apparent.
Actually, our derivation is based largely upon the
assumption that there is little kinetic difference between
having the binding/fusion sites on a cell surface and having
them homogeneously distributed in the system. The valid-
ity of this assumption rests upon the structure of the higher
order aggregation rate constants, Cij. We have analyzed
the case where the rate constant depended only upon the
availability of binding sites, i.e., Cij = C (NB-i-j)/NB,
Eq. (II.4).
We can promptly treat one important corollary to this
case which is when the number of fusion sites becomes
(effectively) infinite. Liposome-virus fusion falls into this
category because one virus fuses with any number of
liposomes (Nir et al., 1986a, c). Here the liposomes
assume the role of Vand a fusion product of one virus andj
liposomes is Fj. Under aggregation rate-limiting kinetics,
see Eqs. (IV.5 and 10)
[V] NF- exp I-CG0tI
NF-' Go (J)
vavg Vo I + (J)/Do
(J) N-- (V -exp I-CGotI).(J)
~ Go (VI.1)
For liposome-influenza virus fusion, Do 1 (Nir et al.,
1986a). These equations do not account for the possible
aggregation of the virial fusion products.
In the other extreme, we can ask whether a more
realistic accounting of surface binding will invalidate the
usefulness of the homogeneous kinetic equations. Thakur
et al. (1980) have considered the case of spheres attaching
to a surface to discover how the random distribution
occludes space using a gas phase model. The gist of their
calculation is that an incoming sphere can reach the
surface only if it does not collide with any portion of the
already attached spheres. Given the angular dependence of
trajectories near surfaces for gas phase kinetics, this sub-
stantially reduces the fraction of successful collisions. We
believe that this model overestimates the occlusion of
adjacent sites for particles undergoing Brownian motion,
which can also execute diffusion along the cell surface
(Berg and Purcell, 1977). Nevertheless, we shall see that
even an overestimate of this magnitude does not seriously
compromise the approximate solution over the parameter
values relevant to this problem.
When N spheres of cross-sectional area 7ra2 are placed
randomly on a surface of area S, then the fraction of
occupied area is p = N7ra2/S and the fraction of occluded
area is approximately (Bell and Brown, 1974; Thakur et
al., 1980)
f(p) =1 -(1 -p)exp{- 1-p} (VI.2)
If p = 0.5, i.e., half of the surface is covered, then,f(p) =
0.997, i.e., the model would predict that aggregation would
proceed at vanishingly small rates, although at equilibrium
there would still be full coverage. If the fusion sites are
widely spaced, then this occlusion function is not impor-
tant. However, if the entire cell surface is sticky, or the
binding sites are closely packed, then higher order aggre-
gation will be less rapid.
To estimate the magnitude of this correction, we will
simply treat the case of irreversible binding, wherein the
measurable property is the total amount of virus attached
to the cells, whether fused or not. This case is identical to
that of irreversible aggregation-rate-limited fusion. The
worst case, with respect to the homogeneous solution, is
when the entire surface is accessible to binding and the
fraction of occupied area p = i/NB, when i virions are
bound. The fraction of remaining surface is 1 - f(p).
Thus, we can introduce a shielding function gi, which gives
a=10
0.8
0.7
zO 0.6
~0.5
0.04 / 0
z
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0.3-
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0.1
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FIGURE 4 Fractions of virus bound as a function of shielding of
adjacent sites by bound virus is calculated from Eqs. (D.9 and 10). Here
only irreversible binding is being considered. The solid line indicates the
binding when all binding sites are unshielded, i.e., identical and indepen-
dent, where g1 - 1 in Eqs. (VI.3-4). The dashed line indicates the binding
when the adjacent sites are shielded, where gi - exp {-5i/(NB- 1)1 in
Eq. (VI.4), and the number of sites per cell NB - 5. The dotted line
indicates the binding when the adjacent sites are shielded and NB > 20,
i.e. NB - 20 or 50 gives the same values. The reduced time parameterr -
CVOt/NB is used, where V0 is fixed at 5 x 10-'3 M, and the value of Go is
altered to obtain the appropriate value of a - NBVO/GO - 1. Numerical
integration of Eq. (D.1O) was performed using a Romberg algorithm.
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the reduction in Cj, in excess of the loss of binding sites,
C=I ( N -gi (VI.3)NB
1 when binding is unshielded
=
I (VIA4)|exp N-i when binding is shielded.
The values of Cij for j > 0 are not relevant here. When the
shielding function gi = 1, then the results given in Section
II are obtained. Fig. 4 shows the fraction of virus bound
versus T = CV0t/NB when binding is unshielded and when
it is shielded. The virus concentration is fixed
(V0 = 5 x 10-3M) and the cell concentrations are varied
such that a = 0,2, and 10 for each of the three cases. These
values are calculated as described in Appendix D.
One general point is made. When binding is shielded,
the error due to neglecting this event can be minimized by
using excess binding sites, i.e., more cells, which is
expected. One can neglect the existence of shielding until
-3-5% of the available area is covered.
It is interesting that the data fitted by Nir et al. (1986b)
for Sendai virus fusing with erythrocyte ghosts differ from
the theoretical curves, e.g., Eq. (V.6), in the same way as
would be predicted if shielding of binding sites were
occurring. Unfortunately, it is not yet possible to determine
whether the shielding effect explains the data, since it is
not known whether binding and fusion are over the entire
erythrocyte membrane (where, due to the large area,
shielding should be irrelevant) or over local patches of the
membrane surface, where shielding could be quite impor-
tant.
Once the virus has fused with the cell membrane, these
strictly geometrical considerations would have no rele-
vance to the aggregation rate constants. A detailed analysis
of surface diffusion would be required (Berg and Purcell
[1977]; Shoup et al. [1981]; Shoup and Szabo, 1982;
Goldstein et al., 1988). An obvious consideration is
whether all binding sites can fuse and whether fusion at
one site affects adjacent sites.
Fitting the Rate Constants
The first step is determining NF, the number of (virus)
particles that can fuse with a single cell. This parameter is
obtained from the final extents of fluorescence, i.e., from
Eqs. (V.6) and (IV.6),
t --- 0G NF
1(t) VO 1 + NF/DO + (DO + NF)' (VI.5)
when a < 0. The effective rate constants C and f can be
fitted by performing the fusion experiment with several
values of total virus concentration V0 and cell concentra-
tions Go, such that the ratio Vo/Go is constant. In this way,
a is constant for all of the runs and as V0 and Go become
small, the overall fusion is rate limited by aggregation, i.e.,
Sl = 1 in Eq. (V.6). Once C is determined under aggrega-
tion rate-limiting conditions, then f can be fitted using the
data for larger values of V0. IfD = 0, then C = C' and f =f
However, irreversible aggregation is not the general case.
An alternative way of fitting the rate constants, which
has been used in practice, depends on the fact that the
fluorescence curves predicted from Eq. (V.6) depend only
upon C at long times, where I(K, oc) = 1. Thus, C is
obtained by looking at the later stages of the reaction. f is
obtained from fitting the initial stages. In practice, the
virus concentration is kept constant and the cell concentra-
tion is varied. Of course, the use of a more concentrated cell
suspension will enable a better determination of f because
fluorescence intensity values are larger in this case at the
earlier times (Nir et al., 1986b).
Using the mass action kinetic model, the effective
aggregation and fusion rate constants for several virus-cell
and liposome-virus systems have been measured (Kuroda
et al., 1985; Nir et al., 1986a-c; Tsao and Huang, 1986;
Blumenthal et al., 1987). A discussion of the particular
values of the rate constants, and the physical ramifications,
can be found in Bentz and Ellens (1988). Overall, the
values which we have used in Figs. 1-4 and Tables I and II
are typical of the experimentally determined rate con-
stants.
Reversibility and Preaggregation
The fact that the approximate solutions work so well using
only the pair of reduced parameters C = C/(1 + D/f) and
f = f(I + D/f) means that rigorously fixing all three rate
parameters C, D, andf will be difficult, if not impossible,
using only the forward experiment. Determining the value
of D/f requires a different experiment. The most useful
approach appears to be binding the virions to the cells
under nonfusogenic conditions (e.g., 40C for Sendai virus
and erythrocytes: Hoekstra and Klappe, 1986; Nir et al.,
1986b) and then switch the condition to fusogenic, e.g.,
370C. The virions will either fuse or dissociate from the cell
and both events can be independently monitored.
Since the dissociated virions will eventually attach to
and fuse with other cells, the exact solution to this problem
is not simple and requires extensive computer calculations.
However, we can obtain an approximate answer, which is
initially exact. We consider the homogeneous model given
in Eq. (V.1) under the condition of preaggregation such
that the concentration of bound virions is V0, there is no
free virus, and all of the bound virus can either fuse with or
dissociate from the cell membrane. Following the switch to
the fusogenic conditions, the average number of fused
virions per cell can be estimated by (Brendel and Perelson,
1987)
(JP) - C° DS S(1 - exp {-(D + f)t}),P1=GO D + f (VI.6)
which is rigorously correct as long as the number of
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dissociated virions which bind to new cells is negligible. In
this time period, the free virus concentration is
[V] = D (1 -exp l-(D +f)tI)
V0 D+f (VI.7)
and the expected fluorescence due to fusion is, Eq.
(IV.10),
iv V0 1 + (Jp)/Do (VI.8)
By measuring the fused virus concentration or the free
virus concentration (or preferably both), it is possible to fix
both f and D. While only the ratio D/f is required to
determine C and f from C and f, the extra information
gives two independent estimates forf.
In this regard, it is worth considering whether the
preincubation experiment is sufficient if one is only inter-
ested in the fusion rate constant, as has been done by
Kuroda et al. (1985), Nir et al. (1986b); Tsao and Huang
(1986); and Blumenthal et al. (1987). Presently, there is no
clear answer to this question. The studies cited have
discussed various difficulties, as well as the controls pro-
posed to account for their influence. We would add that the
lengthy incubation time for binding should also increase
the extent of multivalent interactions. This is likely to alter
the cell surface, even before any fusion event is measured.
Clearly, performing both types of experiment will provide
far more reliable estimates of the rate constants. In a
related issue, Richman et al. (1986) have emphasized that
cells suffering multiple infections may show fusion mecha-
nisms which differ from those found in vivo.
APPENDIX A
Kinetics of Heterogeneous Dimerization
We want to treat the reaction
C, f
V + S= VS- F.
D
Subject to the initial conditions [V(t - 0)] - VO and [S(t - 0)] - SO and
the other species having zero concentration initially. The kinetic equations
are
d[V] d[S]
dt = dt =-C'[V][S] + D[VS]
d[VS]
_
C'[V][S] - (f+ D)[VS]
dt
d[F]_f[IVS]. (A.1)dt
It is clear that VO - [V] + [VSI + [F] at all times. Now, when we define
the fraction of attached virions which have fused as
then we can formally write
I(sI1O- r - [VI
[F] ( )VI V
-F] y 1--I
Vo vo 0
as well as the formal solution for [F]/VVo as
(A.3)
[F]expI-ftl F +ftexp{fxl 1- O dx] .4)
Therefore,
~lexp{I-ftI [[F(o] +ff exp
P f [V(x)]
( VO)o dx I- v ) (A.5)
This formal solution for 7 is ofvalue only if there is an explicit solution for
[V]. Let us first consider the case of irreversible aggregation, i.e., D - 0.
Then, we can use Eq. (IV.1) in the text to write
I[VI
1- (a + 1)T(r)
vo
T(r) exp laT-r-I
(1 + a) exp fa-r)
so
a--V- 1
o
Tr C Vot
K
-f/(C'Vo) (A.6)
so that,
[F]
= (a + 1)T(T)9(K, r).Vo (A.7)
Thus, the solution for irreversible aggregation is at hand once the function
5 is evaluated. This cannot be done in closed form, but there is an
asymptotic solution. We write Eq. (A.5) in the dimensionless variables of
Eq. (A.6), with [F(O)] - 0,
- T( f,exp {-K(r - x)IT(x) dx
(A.8)KTe) Jr exp {-KsIT(T- s) dx.
When s - r - x. Now let,
U(s pexp {as}-1I(I + a) exp farl - I
Then U(s) < 1 when s < r and U(7) - T(r). It can be shown that
T(T- S) -T(r) - U(s)T(T-s)I1-U(s)
[F]
[F] + [VS] (A.2) = T(r) + (T(r) - 1) E U(s)'j-l
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and thus Eq. (A.8) becomes
7 =K 'exp{-Kslds
+ K (T) 1 ZJ;expI -KsIU(s)i ds
=1-expI-Kr_ exp{aI - WAh1e(A+expIar)J'
where
exp larl-I a -0
A- 'T
a
and to first order
exp {-Trl WI'19 (K, -r) - 1 - exp I{-KrI A-A+ex a)
(A.15)
when a - 0
(A.11)
(A.12)
and
=
1
- exp {-Kr
-1 - exp {-KrI(1 + Kr)
Kr(1 + r)
when K - a
9 1 - exp jar) -
WjK 7Texp{-Ks (exp{as 1)J ds
j!-expf-Kr:i LX.Ai
(xj+1/K)
j-1
Xj (K- ia). (A.13)
i-o
Note thatXA-1,XI K,X2 K(K - a),X3 - K(K - a) (K - 2a), and
so on. Eq. (A.13) is well behaved in the event that K- ia, for any i, but
the resulting equation is not as compact. Now,
1 -exp {-K-r (I + KA) (A. 14)
K-a
Retaining the first two orders yields
52(K,r) = 9,1(K, T)
exp Jar) rexp {-K-1[K(K - a)A2 + 2KA + 2] - 2
A (K- a)(K - 2a)(A + exp jar))2 j
(A.16)
Ifa -0, then A rand
a - 1+ exp { KrT[(Kr + 1)2+ 1]-2
9r2 '.rI + 2(l +r)2 (A.17)
In cases whereK a orK 2a, the appropriate limiting equations for 2
can be obtained easily. Typically, 3 is nearly exact.
The main problem with treating aggregation reversibility is that there
is no analytical solution for [V]/V0. However, in Bentz et al. (1983), it
TABLE II
FRACTION OF FUSED VIRUS, [F]/Vo. COMPARISON OF NUMERICAL INTEGRATIONS OF EQ. (A.2) WITH THE
APPROXIMATE SOLUTION, EQ. (A.18)
K s0/vo 0.1 so/voi 1.0 so/vo 10.0
C'V/ D (C ot) Exact Eq. (A.18) Exact Eq. (A.18) Exact Eq. (A.18)
100 0 0.05 0.0039 0.0039 0.038 0.038 0.322 0.322
0.1 0.0086 0.0086 0.082 0.082 0.579 0.579
0.5 0.038 0.038 0.329 0.329 0.989 0.989
1.0 0.061 0.062 0.497 0.497 1.0 1.0
2 0.01 0.0002 0.0002 0.0023 0.0023 0.022 0.022
0.05 0.0016 0.0015 0.016 0.015 0.144 0.143
0.1 0.0032 0.0032 0.031 0.031 0.267 0.272
0.5 0.015 0.015 0.142 0.142 0.786 0.792
1 0 0.1 0.0005 0.0005 0.0045 0.0046 0.035 0.035
0.2 0.0017 0.0018 0.017 0.017 0.103 0.103
1.0 0.026 0.029 0.218 0.230 0.589 0.589
2.0 0.058 0.065 0.464 0.486 0.849 0.849
2 0.2 0.0015 0.0016 0.015 0.016 0.094 0.131
1.0 0.017 0.020 0.151 0.181 0.521 0.811
2.0 0.036 0.042 0.297 0.354 0.786 0.984
10.0 0.091 0.095 0.727 0.763 1.0 1.0
00 0.1 0.1 1.0 1.0 1.0 1.0
Numerical integration of Eq. (A.2) was performed using a Runge-Kutta (order 4) algorithm.
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a(l + (ar - 1) exp jaTr)
(exp jarl - 1)((1 + a) exp aTr-1)
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was shown that the effect of reversibility could be approximated
adequately using the equations from the irreversible case, provided that
the rate constants were scaled. That is, the solution for the fused virus,
[F], can be estimated by
so that M./(N - Q)! - N0bM, then
N
SN(K, T) - 7 (NT)QbNQaQK.
0-l
(B.5)
These a,K coefficients have interesting properties. It can be shown that[F]
= (a + 1) 92(K, I)T(T),Vo (A.18)
where,
K = f/(CVO) = K(1 + D/f)2
C=C'/(1 +Dff)
=f (1 + D/f).
Table II shows the accuracy of this equation relative to exact numerical
integrations of Eq. (A.2) for a wide range of initial conditions. The
approximation becomes inadequate for K < 1 and D/f> 2. Using higher
order terms for 1 does not reduce the error of the approximation. It is
interesting that this approach gives a much better approximation when
used with the multisite virus-cell model, as is shown in Table I and Fig. 2.
It is worth noting that S is a weakly varying function of a, when a c 10.
This scaling of the rate constants gives a good approximation for the
solution of the fused particles, [Fl/VO. In fact, Eq. (A.18) is asymptoti-
cally exact as Tr- 0. The same approach will not give as good an
approximation for the other species, which is to be expected since [V] is
initially independent of D (Bentz and Nir, 1981).
APPENDIX B
Resolution of the Fluorescence Intensity
Function
Eq. (IV.7) shows that the fluorescence intensity expected for the lipid
mixing assay is,
I(t) = iGO J Nj (1-T)NF-iTi j/ (B.1)
While this expression can be evaluated, we will find that a nontrivial
expansion in powers of 1 /IDo can be resolved into a very simple formula.
The approximate formula is valid, and quite accurate, when NF/DO < 1
and NF 1.
We begin by defining the function:
SN(K, T) (i)iKTi(l - T)NT (B.2)
Expanding ( - T)"gives
SN(K, T) , TNi INj(-1)J i!(N-i-j! (B.3)
Now, if we takeR - N - j, and define
a 90
=E (-1 )Q ii!( i)!
bN Q-H I ) (B-4)
aQK=O if Q>K21 (B.6)
aKK = alK 1
aK,K+l = K(K + 1)/2
aKK+2 = K(K + 1)(K + 2)(3K + 1)/4!.
Using Eq. (B.6), we can write Eq. (B.5) as
minlK,NI
SN(K, T) = E (NT)5bNMatK
Q-1
K-1
=
Z (NT)KibNK-M4K-i,K
i-maxfO,K-NI
with i = K - P.
(B.7)
(B.8)
With these results, the resolution of Eq. (B. 1) is straightforward. Noting
that 1/(I + x) 2;-X0 (-x)iwhen x < 1, we can write
I(t) V E (-D.)-i(f . j,+lTi( -Vo i-o j-i J
Therefore, from Eq. (B.2) and (B.8)
I(')=-VE (-Do) SNF(i + 1, T)
0 i-o
T)NF-J. (B.9)
Goa
=-E (-DO)-' E (NFT)+' jbNF,i+l a j,i+lVO i-O j-maxl0i+1-NA
G 2 NF-I+j
=-E E7 (-Do)-'(NFT)i+l-jbNF,i+l jai+l-j,i+lVO j-0 i-j
let2 = i
-j
Go X NF-
= -NFTZ(-Do)- z (-NFT/Do) bNF,R+laa+l,,+l+j.VO J-0 Q-0
(B.10)
Up to this point, our results are exact. Now, we will introduce two weak
assumptions which will provide a simple closed from expression of I(t).
We assume that the number of fusion sites per cell is large, i.e., NF O 1,
and that the cell membrane is never increased in size by more than a
factor of two due to the incorporation of virial membrane by fusion, i.e.,
NF/DO < 1. With these assumptions, we can replace bNFO by 1, since Eq.
(B.4) shows that this approximation is inaccurate only when 2 - NF, and
then (NFT/DO)' - 0. We will also replace NF- 1 by Xo in the second
summation, since the difference is numerically insignificant. Thus,
Go co ax
I(t) L- NFT E (-DO)-j E (-NFT/DO)1ag+I,Q+l+jVo j-0 0-0
Go
=- NFTEQ j(-DO) ',
vo j-0
where,
Qj = E (-NFT/DO)ag+, ,+1+j.
0-0
(B.1 1)
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Using Eq. (B.7), we find that a,,,,,,, - 1, a,,,1 - (2 + 1)(f + 2)/2,
and a1,1,1+3 - (Q + 1)(Q + 2)(Q + 3)(3Q + 4)/4!. Thus,
X Q
~~~~~~~~1Q Z (-NFTIDo) = 1 + NFT/DO1-0
Ql =ZE(-NFT/DO)e~(Q+ 1)(Q + 2)Q-NF
(1 + NFT/Do)3
o= (-NAT/D0)5 (2 + 1)(Q + 2)(Q + 3)(32 + 4)
Q-0
1 - NFT/DO (B.12)
(1 + NFT/Do)5
We will make a further simplification. Following the pattern
(B.12), we can approximate Qj - (1 + N,T/DO)-(' + J) Using th
(B.1 1) gives
It' V0 1 + NFTIDo + (Do + NFT)'
Eq. (B. 13) is as accurate, or better, than Eq. (B.I 1) using terms
over the entire range of NF and Do > 1, for those values of T w
relative error of both approximations is < 1%. There is < 1% relat
for any value of NF if Do > 100 and for NF > 50 when Do > 5. Eq
also has a simpler form than does the second order approximatio
(B.1 1).
APPENDIX C
Fluorescence Assays for Membrane Fi
As described in Dilzgilne and Bentz (1988), lipid mixing assa;
upon resonance (or RFrster) energy transfer depend upon the
surface densities of the acceptor fluorophors, provided that the
density of donors is not too great. Here, we shall develop the ei
relevant to monitoring the fluorescence of the donor molecules a
the dequenching configuration for the assay; wherein the do
acceptor molecules are initially in one vesicle, i.e., the virus, and ti
event results in a dequenching of the donor molecules as the pr
diluted into the target membrane.
Let qo denote the fluorescence intensity of the donor molecul
absence of acceptor molecules, per unit molar concentration
denote the number of donor molecules and nO denote the nu
acceptor molecules per virion. Let q(v) equal the fraction of fluo
quenching experienced by each donor molecule due to acceptor a
in the same membrane at an effective density v - (surface d4
acceptors) times R&, where Ro is the distance for 50% energy
between the donor and acceptor molecules. Explicit equations for
be found in Wolber and Hudson (1979); Snyder and Friere (19
Duzgfine§ and Bentz (1988). In general, q(v) < 1, q(0) - 1 and q
The initial fluorescence intensity is
io VOndq(naRO/Sv) qo, (C.1)
where we have neglected the possible, and correctable, problem of
extraneous energy transfer to, or from, cell membrane components
(Stamatatos et al., 1988).
In order to obtain the change in fluorescence intensity due to fusion, we
need to sum the concentrations of cells which have the same number of
fused virus, regardless of the number of bound virus, as we assumed that
simple binding has no effect on the fluorescence of the donor molecules.
We define
N,J
Fj(t) = E [AFij].
i-o
(C.3)
Thus, F,(t) is the molar concentration of cells with j fused virions. The
upper bound of the summation accounts for the fact that] of the binding
sites have been fused.
It will be notationally convenient to define
i OI P-q where Do
-SGIS, is the relative surface area of the cell to that of theIis in Eq. virus. After fusion, the absolute fluorescence intensity is
(B. 13) i(t) = (vO-E jF(t)) ndq(n0Ro/SjqO
NF
+ Z jFj(t)ndq(jnaRO/DJSV)qo.
,-,
Therefore, the relative change in fluorescence is:
i(t)-_io 1 N,I() ,) io= E jBjFj(t)
q(jnaR./DjSv)- q(naR2/Sv)
B q(naR/DfS) - q(naR2/S,)
(C.5)
(C.6)
(C.7)
Notice that the function I(t) is defined such that I(O)
-, I(t) increases
in time due to fusion and I(1) - 1, only if all of the virions have fused.
We will specifically consider the case where the surface density of
acceptor molecules in the target membrane after fusion is sufficiently
small that the quenching function q(v) is linear with respect to v, which
requires <1 acceptor per 5R2 (Wolber and Hudson, 1979; Snyder and
Friere, 1982; DflzgUnes, and Bentz, 1988). For most lipid mixing assays,
this condition is met when the acceptor is present at <0.5 mol % lipid in
the cell membrane (Struck et al., 1981; Hoekstra et al., 1984; Silvius et
al., 1987).
In this case, we can write
B; 1 (I I (C.8)
Another step is usually introduced for experimental convenience: the final
signal if is set by lylsing the virus-cell suspension in detergent. This
simplifies setting the value for if, although it is an artificial state and care
must be taken to assure that no artifactual quenching of the fluorophors
occurs due to the presence of the detergent (Tanaka and Schroit, 1983).
We can treat this as a case of infinite dilution (Df- oo) and Eq. (C.6)
becomes
Dj = (SG +jS,)/S, = j + D09 (C.4)
where S, is the surface of the virus. The final fluorescence intensity will
depend upon the surface area of the cell membrane relative to the virial
membrane area. If SG denotes the surface area per cell and all the virions
can fuse with the cell, then Df - (VOS, + GOSG)/(VOS,) is the final
(average) dilution factor for the acceptor molecules. Therefore, the final
fluorescence intensity is
if= Vondq(naRo/DfS) q0, (C.2)
1 N,
I(t) =
-V0 F 1l (C.9)
It is worthwhile recalling that ; jFj(t)/Vo is just the fraction of virus
which has fused. Thus, when Do- o, i.e., the cell membrane is vastly
larger than the viral membrane and fusion implies an infinite dilution of
probe, then I(t) exactly equals the fraction of virus which has fused. In
general, I(t) will be less than this fraction.
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APPENDIX D Given these solutions for xi, we can integrate Eq. (D.5) immediately and
obtain
The General Solution for Irreversible
Aggregation
Here we show that the general adhesion model
Cl
V+ Ai - Ai+ (D.1)
can be completely determined by the integration of a single ordinary
differential equation. This case covers irreversible aggregation, Section II,
and irreversible aggregation rate limited fusion, Section IV, where F;
would replace Ai. We will write
Ci = C(N i)g, (D.2)
so that g, is the shielding function for adjacent binding sites, as defined in
Eq. (VI.4). However, we will not specify g, any further; which makes the
values of C, arbitrary. N is just the total number of binding sites (in which
case, N - NB) or the total number of fusion sites (in which case,
N-NF).
When we define T = CoVOt/N, v - [VI/VO and x, [AJ]/Vo, then the
mass action equations for Eq. (D. 1) are
dv Ni1
1-=-0pT ( -igx
[V1 ~~~N-1IVK = 1 -(1 +a) NE i - exp{-(N - i)g,zI]
vo i-o
N-I
Fi = [N(N - i)gi]' z (N - j)gjf3ji. (D.9)
j-i
This gives the solution for v and xi in terms of z. Now, from the definition
of z, Eq. (D.4) we can write
fz du
T = JO [V(u)]/Vo
fz du
Jo N_I-
1-(1 + a) ZE,y[ -exp {-(N-i)g,uj]
i-o
(D.10)
which is an ordinary integral giving r as a function of z. The easiest
approach is to choose z and evaluate T.
In the case of fusion, which is rate limited by irreversible aggregation,
we can immediately write the equation for the expected fluoreoscence
intensity as
NF
I(t) = -o E {i exp {-(N - i)g,zIVo i-o
dx=, {(N + 1 - i)g,.x,..1 - (N - I)giX .dr
Let us now define,
z(r) I ' (u) du
and write Eq. (D.3) in terms of z. Thus,
dp Ni1
=-z (N - )gix,i-o
dx,
-
(N + 1 - i)gi Ixi-I - (N - i)gx,.dz
(D.3)
NF
j-i I + j/ID0j
using Eqs. (III. 1-3) and (D.7), since under these conditions, xi is identical
to F,(t)/Vo.
(D.4) We note that if the binding sites are independent, then g, = 1 and
oij = (-l)i+j (i
(D.5)
(D.6)
Now Eq. (D.6) has a formal solution with respect to z for all i, which is
xi = exp {-(N i)gizI fz exp {(N - i)g,uI
- [(N + 1 i)g-,lxi-,(u)] du
which can be solved inductively to yield
(D.7)Xi = E fij exp I-(N-j)gjzIvo j-0
by noting that dxo/dr = -Ngoxo, go - 1 and xo(0) = Go/Vo. Here
,Sij - -fl ((N+ -i)g,I < i
f-1
= - Af;
j-O
,Bo== 1.
JO ifi<N-1
'Yf =,
1 i=N-1
1=l(a + 1) exp{aTI-1I a-O
a exp laTr
Eqs. (D.9 and D. 1 1) now reduce to Eqs. (11.6 and IV.7), respectively.
These nearly closed form solutions reduce the number of differential
equations to be numerically integrated from N to 1. When aggregation is
reversible, it appears that the entire ensemble of equations must be
numerically integrated to obtain the exact solutions. Nevertheless, it
should be possible to develop approximate analytical solutions using the
equations for irreversible aggregation presented here and the approach of
scaling parameters presented here and previously (Bentz and Nir, 1981;
Bentz et al., 1983).
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